. Length distribution of nucleosomal DNA sequences in two data sets used in this study, the CC set (A) and the 3AT set (B) (adapted from Cole et al. (16,27)). Red and green vertical bars represent genome-wide data; cyan and pink curves are for 234 genes induced by 3AT (± 200 bp). The fraction of sequences of a given length is shown as the percentage of total reads. Vertical lines and arrows represent the DNA fragments treated as NCP sequences. 
. Distance auto-correlation function for yeast (red) and nematode (blue) nucleosomes.
The function was calculated using two approaches (see Methods). In our approach (A, B) multiple occurrences of nucleosomes in the same position were summed, while in the approach used by Valouev et al. (28) multiple occurrences of nucleosomes in the same position were counted only once (C, D). For the sake of comparison, the entire CC set (~16 million sequences) is used here, since nematode nucleosomes (~44 million) were obtained using a single-end sequencing technique (28) and thus, the precise lengths of the nucleosomal DNA fragments are unknown. Figure 7C (the bottom-45) but not in Figure 7B (the top-45 group of the 234 genes). In this regard, the -1 and +2 nucleosomes differ from the +1 nucleosomes ( Figure 7 ). Figure 6 ). In (D), all the sequences were realigned using the sequence patterns critical for nucleosome positioning (44). Specifically, for a given sequence with the dyad at position X, 10 additional sequences with the dyads at positions X-5, X-4, …, X-1, X+1, …, X+4, X+5 were evaluated by the "Set 2" function (44). The sequence with the highest "Set 2" score was used for further analysis -that is, each nucleosomal sequence was shifted by no more than 5 bp. The red circles in (B, D) emphasize pronounced peaks at locations #68, #78 (close to the dyad). This is a consequence of re-alignment because in Figure 6 and Supplementary Figure S7C (the raw data) these peaks are practically negligible. 
